Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.002 Å; R factor = 0.041; wR factor = 0.117; data-to-parameter ratio = 16.5.
H atoms treated by a mixture of independent and constrained refinement Á max = 0.23 e Å À3 Á min = À0.16 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x À 1 2 ; Ày þ 1 2 ; z À 1 2 ; (ii) x; y þ 1; z; (iii) Àx; Ày; Àz þ 1; (iv) Àx þ 1 2 ; y þ 1 2 ; Àz þ 1 2 .
Data collection: APEX2 (Bruker, 2007); cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and PLATON (Spek, 2009); software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON.
Figure 1
The labelled molecular structure of (I) showing molecules A and B with 50% displacement ellipsoids.
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Figure 2
A perspective view showing hydrogen bond interactions drawn as dashed lines. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
3,4-Dimethylpyrano[2,3-c]pyrazol-6(2H)-one
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (6) 0.0013 (4) −0.0031 (4) 0.0031 (5) O2 0.0412 (6) 0.0510 (7) 0.0590 (7) 0.0083 (5) −0.0059 (5) 0.0141 (6) O3 0.0400 (6) 0.0337 (5) 0.0503 (6) −0.0062 (4) −0.0005 (5) 0.0064 (5) O4 0.0461 (7) 0.0435 (6) 0.0568 (7) 0.0067 (5) −0.0016 (5) 0.0123 (5) N1 0.0365 (7) 0.0427 (7) 0.0533 (8) −0.0043 (6) 0.0002 (6) 0.0018 (6) N2 0.0455 (8) 0.0362 (7) 0.0518 (8) −0.0023 (6) 0.0037 (6) 0.0039 (6) N3 0.0368 (7) 0.0496 (8) 0.0561 (9) −0.0102 (6) −0.0017 (6) 0.0001 (7) N4 0.0332 (7) 0.0567 (9) 0.0504 (8) −0.0009 (6) −0.0051 (6) −0.0039 (7) C1 0.0344 (8) 0.0406 (8) 0.0361 (8) 0.0032 (6) 0.0014 (6) 0.0002 (6) C2 0.0318 (7) 0.0398 (8) 0.0409 (8) −0.0023 (6) 0.0028 (6) 0.0035 (6) C3 0.0289 (7) 0.0405 (8) 0.0330 (7) 0.0008 (6) 0.0037 (6) −0.0025 (6) C4 0.0305 (7) 0.0368 (7) 0.0323 (7) 0.0015 (6) 0.0022 (6) −0.0013 (6) C5 0.0307 (7) 0.0387 (8) Symmetry codes: (i) x−1/2, −y+1/2, z−1/2; (ii) x, y+1, z; (iii) −x, −y, −z+1; (iv) −x+1/2, y+1/2, −z+1/2.
